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« Diversa's proteomics platform features three-dimensional
liqguid chromatography (3D LC) coupled with tandem mass
spectrometry (MS/MS). The 3D LC system provided high

K 1. Reverse Phase Gradient; €= \

(0-X %, X X 1oy X, ~100%)

a )

peak capacity and resolving power, minimal sample loss, and Spliter L sallstep (008 20%, .88%) s roceing
accessibility to membrane proteins. The 3D separation was a A BSC D v re-cduiiorate, 60 10 otop 1 gat < 100%) s - Eiﬂ,ﬁ o dentication
. . . ' ! . o g omogenize -
hlghly ﬂeXIble prOCeSS and eaSIIy automated 2. Back to Step 1. (lf salt = 100%) Ultracentrifugation T = e Expression Matrix, Presentation
Dexter
¢ Comb|n|ng ImpI’OVGmentS IN Sample preparathn and the wash * + Portfolio —| The Proteomics platform consists of a
. Supernatent Membrane Pellet series of programs developed in-
development of novel software, this platform presents a RP SCX RP 160009 30 min 0" Arthur rous ndudng CLITORD or
. . - - - E g, min component extraction, or
COmprehenSIVe VleW Of the DeSUIfOVIbrIO VUIgarIS prOteOme 3X * * C D 'spectraliclustel;jilng,pre.CLf(rjsor.f. .
o - - . c - SciLect™ integration, and protein identification,
D. vulgaris proteins were isolated into three parts resulting in y Enstfan?e of t Supernatent Membrane Pellet B8 andorTroLoorsummary an
' ' ifi ' ' ' ' PEEK Micro Cross Gold lead for liquid ass spectrometer 1% SDS . probability—basged scoring scheme was
the collective identification of 1,386 unique proteins with an slocirioal contant (1.5 kV) -
' \4

formulated and implemented to take

NT Servers I ADAMAS™ into account the majority of the

average coverage of 10 peptides per protein. p—— T I Ee— g B pouASY  infoaccount the maoryofthe
; . . Key featu Fres.: Proteins Proteins Proteins —7*< i/ @ B higher accuracy in automatic
- The 3D technology provided tools for the detailed mapping | | L Fas 50 SR sssignment.

- Minimal sample handling/loss
- SDS tolerance
- High peak capacity and better separation
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protease digestion

of the D. vulgaris proteome and the differential profiling of it's
stress response expression.
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3D LC-MS/MS
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Summary

High Sequence Coverage Semi-Quantitation

Protein ldentifications

High Confidence and High Coverage Ourinnovative 3D LC-MS/MS technology approach combines

on-line chromatography separation, mass spectrometry
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ORF05180 enolase (eno)
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ORF03811 translation elongation factor Tu (tuf)

Blue: Identified
Black: Not Identified

1 MSTIVSVWAR EILDSRGNPT IEVEVSLESG HSGRAAVPSG ASTGTREALE LRDGDKGRYK GKGVEKAVDN VMGEIAEAVI 80
81 GLDALRQVQL DNTLLDLDGT DNKERLGANA MLGVSLATAR AASSFLGLPL YQYLGGVNAK VLPVPLMNII NGGAHAPNNL 160
161 DIQEFMIMPI GAATFRDALR MGAETFHTLK ALLAADGHVT SVGDEGGFAP NLKSHDEAFK YITRAIEESG YIPGAEIALA 240
241 IDAAASEFYR DGKYHLAGEG KTFSNSEMTE WLGEFTAKYP LISIEDGLAE GDWEGWGELT YKLGDTVQLYV GDDIFVTNPD 320
321 ILAQGIDEGYV ANSILIKLNQ IGTLTETLDT IEMAKQAAYT TVISHRSGET EDHFIADLAV GLNAGQIKTG SLCRSDRLAK 400

401 YNQLLRIEED LDDAGIYFGP MIASHFGYEG DEEFEDA

1 MGKEKFERKK PHVNIGTIGH IDHGKTTLTA AITKTAGLLG QGKFIAYDEI DKAPEEKERG ITIATAHVEY ETATRHYAHV 80

1 MPKALIVYGS TTGNTEYTAE TIARELADAG YEVDSRDAAS VEAGGLFEGF DLVLLGCSTW GDDSIELQDD FIPLFDSLEE 80
81 TGAQGRKVAC FGCGDSSYEY FCGAVDAIEE KLKNLGAEIV QDGLRIDGDP RAARDDIVGW AHDVRGAI

321 GRHTPFFSGY RPQFYFRTTD ITGVITLEEG VEMVMPGDNA TFNVELIAPI AMELGLRFAI REGGRTVGAG VVSEIVE
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Label with light tag
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Label with light tag

On-line multi-dimensional LC ESI-MS/MS
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Peptide/Protein identification & quantification

L — Proteolyzed LT LE separation and detection, as well as a novel bioinformatics
standard investigated
ORF03423 flavodoxin protein sample protein sample software platform

proteins

SDS- 81 DCPGHADYIK NMITGAAQMD GAIIVVAATD GPMPQTREHI LLARQVGVPY IVVFLNKCDM VDDEELLELV ELEVRELLTS 160
161 YGFPGDDVPV VRGSALKALE SDDPNSDACK PIRELLAACD SYIPEPQRDI DKPFLMPIED VFSISGRGTV VIGRVERGVI 240 . . - . .
solubilized 251,146 1,832 238 241 KVGEEVEIVG IKDTTKSTCT GVEMFRKLLD QGQAGDNIGA LLRGVKRDDV ERGQVLAAPK SITPHRKFKA EVYVLSKEEG 320 ° T h e com b N atl on Of 3 D teCh nNo | Og y an d nove I b 101 nfo 'm at| CS

protein identifications

|t is detergent tolerant, thus excellent for membrane

 Because it is a fully automated workflow, there is minimal
sample handling & loss, and ultimately requires less sample

« The 3D chromatography shows superior separation power,
peak capacity, and large dynamic range

platform allows for high confidence in and high coverage for

* |tis also semi-quantitative for protein expression profiling
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